Species of the genus Bordetella associate with various animal hosts, frequently causing respiratory disease. Bordetella pertussis is the primary agent of whooping cough and other Bordetella species can cause similar cough illness. Here, we report four complete genome sequences from isolates of different Bordetella species recovered from human respiratory infections.
region for glucose-inhibited cell division protein A (gidA), consistent with available genome sequences of Bordetella species. To ensure accuracy, assemblies were confirmed by comparison to BamHI and KpnI restriction digest optical maps using the Argus system (OpGen) with MapSolver (v.2.1.1, OpGen) and further "polished" by mapping Illumina HiSeq PE-100 or MiSeq PE-300 reads using CLC Genomics Workbench (v8.5, CLC bio, Boston, MA). Final assemblies were annotated using the NCBI automated Prokaryotic Genome Annotation Pipeline (PGAP).
Isolate and assembly characteristics are summarized in Table 1 . As expected, the four genomes varied in size, GϩC content, the number of predicted protein-coding genes, and structural arrangement. Using the genome sequence, isolate H567 could only be classified to the genus Bordetella and did not match any named species or group according to either 16S (13, 14) or nrdA (15) gene sequences. Phylogenetically, H567 appeared distant from the "classic" bordetellae and more closely related to proposed Bordetella species isolated from respiratory samples of cystic fibrosis patients (14) but distinct from the neighboring genus Achromobacter. Isolate H567 also behaved more similarly to species proposed by Vandamme et al. (14) and was oxidase positive, catalase positive, urease negative, nitrate negative, and motile, consistent with its phylogenetic placement.
Several Bordetella species have been recovered from human respiratory tract specimens, including putative novel species like isolate H567. The availability of complete genome sequences from 
